Schroiber, David 



Fr m: 

Sent: 

To: 

Subject: 



Steadman, David (AU1652) 
Thursday, October 17, 2002 12:57 PM 
SchrelJDer, David 

09/583,310 sequence search request 



r 

* NAME: David Steadman ^ ' ■ ■ - > 

>AU: 1652 
Date: 10/17/02 
Office: lOD-04 
Mailbox: lOD-01 
Case Serial #: 09/583,310 

Please search the following sequences in commercial and interference databases: 

1) Standard search of SEQ ID N0:6 (polypeptide sequence) against nucleic acid databases. 

2) Standard search of SEQ ID N0:8 (polypeptide sequence) against nucleic acid databases. 
P/ease save search results to diskette. 

Thank you very much. 

DavldJ. steadman 
Art Unit 1652 

Crystal Mall 1 Room 10D-04 
703-308-3934 



Db 



1141 ACAGTTGACCTCCAGTCCCGCTGGGCAGCACAAGTAATAAAGGGAACTTGTACTTTGCCT 



1200 



Qy 



Db 



401 SerMetGluAspMetMetAsnAspIleAsnGluLysMetGluLysLysArgLysTrpPhe 420 

IIIIIMIIIIIIMIIIIMIIIIIIIIIIIIIIIIIIIIIIIIIIIIMMIIIIIII 

1201 TCTATGGAAGACATGATGAATGATATTAATGAGAAAATGGAGAAAAAGCGCAAATGGTTT 1260 



Qy 421 GlyLysSerGluThrlleGlnThrAspTyrlleValTyrMetAspGluLeuSerSerPhe 44 0 

llllllllllllllllllllllllllllllllllllllllllllllllllllllllllll 
Db 1261 GGCAAAAGCGAGACCATACAGACAGATTACATTGTTTATATGGATGAACTCTCCTCCTTC 1320 

Qy 441 IleGlyAlaLysProAsnlleProTrpLeuPheLeuThrAspProLysLeiiAlaMetGlu 460 

IIIIIIIIIIIIIMIIIIIIIIIIIIIIIIIIIIIIIIIIIIMIIIIIIIIIIIIIII 

Db 1321 ATTGGGGCAAAGCCCAACATCCCATGGCTGTTTCTCACAGATCCCAAATTGGCCATGGAA 1380 
Qy 461 ValTyrPheGlyProCysSerProTyrGlnPheArgLeuValGlyProGlyGlnTrpPro 4 80 

IIIIIIMIIIIIMIIIIIIIIIIIIMIIIIIIIIIIIIIIIIIIIIIIIIIIIIIII 

Db 1381 GTTTATTTTGGCCCTTGTAGTCCCTACCAGTTTAGGCTGGTGGGCCCAGGGCAGTGGCCA 144 0 



Qy 



Db 



4 81 GlyAlcLArgAsnAlalleLeuThrGlnTrpAspArgSerLeuLysProMetGlnThrArg 500 

IIIIIIIIIIIIIIIIIIIIIIIIIIIMIIIIIIIIIIIIIIIIIIIIIIIIIIIIIII 

1441 GGAGCCAGAAATGCCATACTGACCCAGTGGGACCGGTCGTTGAAACCCATGCAGACACGA 1500 



^y 501 ValValGlyArgLeuGlnLysProCysPhePhePheHisTrpLeuLysLeuPheAlalle 520 

llllllllllllllllllllllllllllllllllllllllllllllllllllllllllll 
Db 1501 GTGGTCGGGAGACTTCAGAAGCCTTGCTTCTTTTTCCATTGGCTGAAGCTCTTTGCAATT 1560 

Qy 521 ProIleLeuLeuIleAlaValPheLeuValLeuThr 532 

IIMIIIIIIIIIIIIIIIIIINIIIIIIIIIIII 
Db 1561 CCTATTCTGTTAATCGCTGTTTTCCTTGTGTTGACC 1596 



RESULT 2 

HSFM03 

LOCUS 

DEFINITION 

ACCESSION 

VERSION 

KEYWORDS 

SOURCE 

ORGANISM 



REFERENCE 
AUTHORS 



TITLE 



JOURNAL 
MEDLINE 
REFERENCE 
AUTHORS 
TITLE 
JOURNAL 



FEATURES 

source 



5'UTR 

mRNA 

CDS 



\0 



Craniata; Vertebrata; 
Catarrhini; Hominidae 



Euteleostomi ; 
: Homo . 



Shephard , E . A . , Smith , R . L . and 



HSFM03 1913 bp mRNA linear PRI 17-APR-1996 

H. sapiens mRNA for flavin-containing monooxygenase 3 (FM03) . 
Z47552 

Z47552.1 GI:623239 

flavin- containing monooxygenase 3 . 

human . 

Homo sapiens 

Eukaryota; Metazoa; Chordata; 
Mammalia; Eutheria; Primates; 

1 (bases 1 to 1913) 
Dolphin, C.T. , Cullingf ord, T . E . 
Phillips, I. R. 

Differential developmental and tissue- specif ic regulation of 

expression of the genes encoding three members of the 

flavin- containing monooxygenase family of man, FMOl, FM03 and FM04 

Eur. J. Biochem, 235 (3), 683-689 (1996) 

96184548 

2 (bases 1 to 1913) 
Dolphin, C.T. 
Direct Submission 

Submitted (12- JAN- 1995) Colin T Dolphin, Biochemistry, Queen Mary 
and West field College, University of London, Mile End Road, London, 
El 4NS, UK 

Location/Qualif iers 

1. .1913 

/organism="Homo sapiens" 
/ db_xr e f = " t axon : 9 6 0 6 " 
/clone="lD16A, 1D17A, 1D18A" 
/tissue_type= "liver" 
/dev_stage=" adult" 
1. .93 
1. .1913 
94. .1692 
/codon_start=l 

/products" flavin- containing monooxygenase 3 (FM03)" 

/protein_id="CAA87632.1" 

/db_xref="GI : 623240" 

/db_xref="SWISS-PROT:P31513" 

/translation- "MGKKVAIIGAGVSGLASIRSCLEEGLEPTCFEKSNDIGGLWKFS 



DHAEEGRAS I YKS VFSNSSKEMMCFPDFPFPDDFPNFMHNSKIQEYI I AFAKEKNLLK 
YIQFKTFVSSVNKHPDFATTGQWDVTTERDGKKESAVFDAVMVCSGHHVYPNLPKESF 
PGLNHFKGKCFHSRDYKEPGVFNGKRVLWGLGNSGCDIATELSRTAEQVMISSRSGS 
WVMSRVWDNGYPWDMLLVTRFGTFLKNNLPTAISDWLYVKQMNARFKHENYGLMPLNG 
VLRKEPVFNDELPASILCGIVSVKPNVKEFTETSAIFEDGTIFEGIDCVIFATGYSFA 
YPFLDES I I KSRNNEI ILFKGVFPPLLEKSTIAVIGFVQSLGAAI PTVDLQSRWAAQV 
IKGTCTLPSMEDMMNDINEKMEKKRKWFGKSETIQTDYIVYMDELSSFIGAKPNIPWL 
FLTDPKLiAMEVYFGPCSPYQFRLVGPGQWPGARNAMLTQWDRSLKPMQTRWGRLQKP 
CFFFHWLKLFAIPILLIAVFLVLT" 
3'UTR 1693. .>1913 

BASE COUNT 535 a 414 C 445 g 519 t 

ORIGIN 

Alignment Scores: 



Pred. No. : 


2.14e-247 


Length : 


1913 


Score: 


2830.00 


Matches : 


530 


Percent Similarity: 


100.00% 


Conservative : 


2 


Best Local Similarity: 


99.62% 


Mismatches : 


0 


Query Match: 


99.75% 


Indels : 


0 


DB: 


9 


Gaps : 


0 



US-09-583-310-6 (1-532) x HSFM03 (1-1913) 

Qy 1 MetGlyLysLysValAlallelleGlyAlaGlyValSerGlyLeuAlaSerlleArgSer 20 

IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIMIIIIIIIIIIIIII 
Db 94 ATGGGGAAGAAAGTGGCCATCATTGGAGCTGGTGTGAGTGGCTTGGCCTCCATCAGGAGC 153 

Qy 21 CysLeuGluGluGlyLeuGluProThrCysPheGluLysSerAsnAspIleGlyGlyLeu 4 0 

llllllllllllllllllllllllllllllllllllllllllllllllllllllllllll 
Db 154 TGTCTGGAAGAGGGGCTGGAGCCCACCTGCTTTGAGAAGAGCAATGACATTGGGGGCCTG 213 

Qy 41 TrpLysPheSerAspHisAlaGluGluGlyArgAlaSerlleTyrLysSerValPheSer 60 

IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIMIIII 

Db 214 TGGAAATTCTCAGACCATGCAGAGGAGGGCAGGGCTAGCATTTACAAATCAGTCTTTTCC 273 
Qy 61 AsnSerSerLysGluMetMetCysPheProAspPheProPheProAspAspPheProAsn 80 

MIIINIIIIIIIIIIIIIMIIIIMIIIIIIIIIIIIIIIIIIIMIIIIIIIIIII 

Db 274 AACTCTTCCAAAGAGATGATGTGTTTCCCAGACTTCCCATTTCCCGATGACTTCCCCAAC 333 
Qy 81 PheMetHisAsnSerLysIleGlnGluTyrllelleAlaPheAlaLysGluLysAsnLeu 100 

IIIIIIIIIIIIIIIIIIIMIIIIIIIIIIIIIIIMIIIIIIIIIIIIIIIIIIIIII 

Db 334 TTTATGCACAACAGCAAGATCCAGGAATATATCATTGCATTTGCCAAAGAAAAGT^CCTC 393 
Qy 101 LeuLysTyrlleGlnPheLysThrPheValSerSerValAsnLysHisProAspPheAla 120 

IIIIMIIIIIIIIIIIIMIIIMIIMIIIIIIIIIIIIIIIIIIMIMIIIIIIII 

Db 394 CTGAAGTACATACAATTTAAGACATTTGTATCCAGTGTAAATAAACATCCTGATTTTGCA 4 53 

Qy 121 ThrThrGlyGlnTrpAspValThrThrGluArgAspGlyLysLysGluSerAlaValPhe 14 0 

IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIMIIIIIIIIIIIIIIIIIII 
Db 454 ACTACTGGCCAGTGGGATGTTACCACTGAAAGGGATGGTAAAAAAGAATCGGCTGTCTTT 513 

Qy 141 AspAlaValMetValCysSerGlyHisHisValTyrProAsnLeuProLysLysSerPhe 160 

lllllllllllllllllllllllllllllllllllllll{||ll!lllllh::|||lll 
Db 514 GATGCTGTAATGGTTTGTTCCGGACATCATGTGTATCCCAACCTACCAAAAGAGTCCTTT 573 

Qy 161 ProGlyLeuAsnHisPheLysGlyLysCysPheHisSerArgAspTyrLysGluProGly 180 

llllllllllllllllllllllllllllllllllllllllllllllllllllllllllll 
Db 574 CCAGGACTAAACCACTTTAAAGGCAAATGCTTCCACAGCAGGGACTATAAAGAACCAGGT 633 

Qy 181 ValPheAsnGlyLysArgValLeuValValGlyLeuGlyAsnSerGlyCysAspIleAla 200 

IIIMIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIII 

Db 634 GTATTCAATGGAAAGCGTGTCCTGGTGGTTGGCCTGGGGAATTCGGGCTGTGATATTGCC 693 
Qy 2 01 ThrGluLeuSerArgThrAlaGluGlnValMetlleSerSerArgSerGlySerTrpVal 22 0 

IIIIIMIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIMIIIIIIIIII 

Db 694 ACAGAACTCAGCCGCACAGCAGAACAGGTCATGATCAGTTCCAGAAGTGGCTCCTGGGTG 753 



Qy 

Db 



221 
754 



MetSerArgValTrpAspAsnGlyTyrProTrpAspMetLeuLeuValThrArgPheGly 

IIIIIIIIIIMIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIMIIIIIIIII 

ATGAGCCGGGTCTGGGACAATGGTTATCCTTGGGACATGCTGCTCGTCACTCGATTCGGA 



240 
813 



Qy 


241 


Db 


814 


Qy 


261 


Db 


874 


Qy 


281 


Db 


934 


Qy 


301 


Db 


994 


Qy 


321 


Db 


1054 


Qy 


341 


Db 


1114 


Qy 


361 


Db 


1174 


Qy 


381 


Db 


1234 


Qy 


401 


Db 


1294 


Qy 


421 


Db 


1354 


Qy 


441 


Db 


1414 


Qy 


461 


Db 


1474 


Qy 


481 


Db 


1534 


Qy 


501 


Db 


1594 


Qy 


521 


Db 


1654 



ThrPheLeuLysAsnAsnLeuProThrAlalleSerAspTrpLeuTyrValLysGlnMet 260 

llllllllllllllllllllllllllllllllllllllllllllllllllllllllllll 
ACCTTCCTCAAGAACAATTTACCGACAGCCATCTCTGACTGGTTGTACGTGAAGCAGATG 873 



llllllllllllllllllllllllllllllllllllllllllllllllllllllllllll 
AATGCAAGATTCAAGCATGAAAACTATGGCTTGATGCCTTTAAATGGAGTCCTGAGG AAA 933 

GluProValPheAsnAspGluLeuProAlaSerlleLeuCysGlylleValSerValLys 300 

IIIIIIIIIIIIIIIIIMIIIIIIIIIIIIIIIIIIIIIIIIIIIIIMIIIIIIIIII 

GAGCCTGTATTTAACGATGAGCTCCCAGCAAGCATTCTGTGTGGCATTGTGTCCGTAAAG 993 

ProAsnValLysGluPheThrGluThrSerAlallePheGlviAspGlyThrllePheGlu 320 

IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIMIIIIIIIIIII 
CCTAACGTGAAGGAATTCACAGAGACCTCGGCCATTTTTGAGGATGGGACCATATTTGAG 1053 

GlylleAspCysValllePheAlaThrGlyTyrSerPheAlaTyrProPheLeuAspGlu 340 

IIIMIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIII 

GGCATTGACTGTGTAATCTTTGCAACAGGGTATAGTTTTGCCTACCCCTTCCTTGATGAG 1113 

Sen lelleLysSerArgAsnAsnGluIlelleLeuPheLysGlyValPheProProLeu 360 

llllllllllllllllllllllllllllllllllllllllllllllllllllllllllll 
TCTATCATCAAAAGCAGAAACAATGAGATCATTTTATTTAAAGGAGTATTTCCTCCTCTA 1173 



llllllllllllllllllllllllllllllllllllllllllllllllllllllllllll 
CTTGAGAAGTCAACCATAGCAGTGATTGGCTTTGTCCAGTCCCTTGGGGCTGCCATTCCC 1233 



IIMIIIIIIIIMIIIIIMIIIIIIMIIIIIIIIIIIIIMIIIIIIIIIIIIMII 

ACAGTTGACCTCCAGTCCCGCTGGGCAGCACAAGTAATAAAGGGAACTTGTACTTTGCCT 1293 



IIIIIIIIIIMIIIIIMIMIIIIIIIIIIIIIIIIIIIIMIIIIIIIIIIIIIIII 

TCTATGGAAGACATGATGAATGATATTAATGAGAAAATGGAGAAAAAGCGCAAATGGTTT 1353 

GlyLysSerGluThrlleGlnThrAspTyrlleValTyrMetAspGluLeuSerSerPhe 440 

llllllllllllllllllllllllllllllllllllllllllllllllllllllllllll 
GGCAAAAGCGAGACCATACAGACAGATTACATTGTTTATATGGATGAACTCTCCTCCTTC 1413 

IleGlyAlaLysProAsnlleProTrpLeuPheLeuThrAspProLysLeuAlaMetGlu 4 60 

llllllllllllllllllllllllllllllllllllllllllllllllllllllllllll 
ATTGGGGCAAAGCCCAACATCCCATGGCTGTTTCTCACAGATCCCAAATTGGCCATGGAA 1473 

ValTyr PheGlyProCysSer ProTyrGlnPheArgLeuValGly ProGlyGlnTrpPro 4 80 

IIMIIIIIIIIIIIIIIIIIIIIIIIIIIMIIIIIIIIIIIIIIIIIIIIIIIIIIII 

GTTTATTTTGGCCCTTGTAGTCCCTACCAGTTTAGGCTGGTGGGCCCAGGGCAGTGGCCA 1533 

GlyAlaArgAsnAlalleLeuThrGlnTrpAspArgSerLeuLysProMetGlnThrArg 500 

llllllllllllllh::|||||||||||||||||||||||||||||||||||||||||| 
GGAGCCAGAAATGCCATGCTGACCCAGTGGGACCGGTCGTTGAAACCCATGCAGACACGA 1593 



IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIM 
GTGGTCGGGAGACTTCAGAAGCCTTGCTTCTTTTTCCATTGGCTGAAGCTCTTTGCAATT 1653 

Prol leLeuLeuI leAlaVal PheLeuValLeuThr 532 

llllllllllllllllllllllllllllllllllll 
CCTATTCTGTTAATCGCTGTTTTCCTTGTGTTGACC 1689 



SEQ ID NO: 8 

HSFM03 

LOCUS 

DEFINITION 

ACCESSION 

VERSION 

KEYWORDS 

SOURCE 

ORGANISM 



REFERENCE 
AUTHORS 



TITLE 



JOURNAL 
MEDLINE 
REFERENCE 
AUTHORS 
TITLE 
JOURNAL 



FEATURES 

source 



5'UTR 

mRNA 

CDS 



3'UTR 
BASE COUNT 
ORIGIN 



HSFM03 1913 bp mRNA linear 

H. sapiens mRNA for flavin- containing monooxygenase 
Z47552 

Z47552.1 GI:623239 
flavin-containing monooxygenase 3. 
human . 

Homo sapiens 

Eukaryota; Metazoa; Chordata; Craniata; Vertebrata 



PRI 17-APR-1996 
3 (FM03) . 



Euteleostomi ; 



Mammalia; Eutheria; Primates; Catarrhini; Hominidae; Homo. 

1 (bases 1 to 1913) 

Dolphin, C.T. , Cullingf ord, T . E , , Shephard, E . A. , Smith, R.L. and 
Phillips, I .R. 

Differential developmental and tissue- specif ic regulation of 

expression of the genes encoding three members of the 

flavin- containing monooxygenase family of man, FMOl, FM03 and FM04 

Eur. J. Biochem. 235 (3), 683-689 (1996) 

96184548 

2 (bases 1 to 1913) 
Dolphin, C.T. 
Direct Submission 

Submitted (12 -JAN- 1995) Colin T Dolphin, Biochemistry, Queen Mary 
and West field College, University of London, Mile End Road, London, 
El 4NS, UK 

Location/Qualifiers 

1. .1913 

/organism="Homo sapiens" 
/db_xref = " taxon : 9 6 0 6 " 
/clone="lD16A, 1D17A, 1D18A" 
/tissue_type=" liver " 
/dev_stage= " adult " 
1. .93 
1. .1913 
94. .1692 
/codon_start=l 

/product^" flavin- containing monooxygenase 3 (FM03)" 
/protein_id="CAA87632 .1" 
/db_xref = "GI : 623240 " 
/db_xref="SWISS-PROT:P31513" 

/translation="MGKKVAIIGAGVSGLASIRSCLEEGLEPTCFEKSNDIGGLWKFS 

DHAEEGRASIYKSVFSNSSKEMMCFPDFPFPDDFPNFMHNSKIQEYIIAFAKEKNLLK 

YIQFKTFVSSVNKHPDFATTGQWDVTTERDGKKESAVFDAVMVCSGHHVYPNLPKESF 

PGLNHFKGKCFHSRDYKEPGVFNGKRVLWGLGNSGCDIATELSRTAEQVMISSRSGS 

WVMSRVWDNGYPWDMLLVTRFGTFLKNNLPTAISDWLYVKQMNARFKHENYGLMPLNG 

VLRKEPVFNDELPASILCGIVSVKPNVKEFTETSAIFEDGTIFEGIDCVIFATGYSFA 

YPFLDESIIKSRNNEIILFKGVFPPLLEKSTIAVIGFVQSLGAAIPTVDLQSRWAAQV 

IKGTCTLPSMEDMMNDINEKMEKKRKWFGKSETIQTDYIVYMDELSSFIGAKPNIPWL 

FLTDPKLAMEVYFGPCSPYQFRLVGPGQWPGARNAMLTQWDRSLKPMQTRWGRLQKP 

CFFFHWLKLFAIPILLIAVFLVLT" 

1693. .>1913 



535 a 



414 c 



445 g 



519 t 



Alignment Scores: 

Pred. No.: 3.23e-246 Length: 1913 

Score: 2834.00 Matches: 531 

Percent Similarity: 100.00% Conservative: 1 

Best Local Similarity: 99.81% Mismatches: 0 

Query Match: 99.89% Indels: 0 

DB: 9 Gaps: 0 

US-09-583-310-8 (1-532) x HSFM03 (1-1913) 

Qy 1 MetGlyLysLysValAlallelleGlyAlaGlyValSerGlyLeioAlaSerlleArgSer 2 0 

IIIMIIIIIIIIIIIIIIMIIIIIIIIIinillllllMIIMIIIMIIIIIIIII 

Db 94 ATGGGGAAGAAAGTGGCCATCATTGGAGCTGGTGTGAGTGGCTTGGCCTCCATCAGGAGC 153 



Qy 



Db 



21 CysLeuGluGluGlyLeuGluProThrCysPheGluLysSerAsnAspIleGlyGlyLeu 4 0 

iiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiii 

154 TGTCTGGAAGAGGGGCTGGAGCCCACCTGCTTTGAGAAGAGCAATGACATTGGGGGCCTG 213 



Qy 


41 


Db 


214 


Qy 


61 


Db 


274 


Qy 


81 


Db 


334 


Qy 


101 


Db 


394 


Qy 


121 


Db 


454 


Qy 


141 


Db 


514 


Qy 


161 


Db 


574 


Qy 


181 


Db 


634 


Qy 


201 


Db 


694 


Qy 


221 


Db 


754 


Qy 


241 


Db 


814 


Qy 


261 


Db 


874 


Qy 


281 


Db 


934 


Qy 


301 


Db 


994 


Qy 


321 


Db 


1054 


Qy 


341 


Db 


1114 


Qy 


361 


Db 


1174 


Qy 


381 



MIIIIIMIIIIIIIIIIIIIIIIIIIIIIIIMIIIMIIIIIIIIIIIIMIIIIII 

TGGAAATTCTCAGACCATGCAGAGGAGGGCAGGGCTAGCATTTACAAATCAGTCTTTTCC 273 



llllllllllllllllllllllllllllllllllllllllllllllllllllllllllll 
AACTCTTCCAAAGAGATGATGTGTTTCCCAGACTTCCCATTTCCCGATGACTTCCCCAAC 333 

PheMetHisAsnSerLysIleGlnGluTyrllelleAlaPheAlaLysGluLysAsnLeu 100 

IIIIIIIIMIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIII 

TTTATGCACAACAGCAAGATCCAGGAATATATCATTGCATTTGCCAAAGAAAAGAACCTC 393 



IIIIIIIIIMIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIMIIIIIIIIIIIII 
CTGAAGTACATACAATTTAAGACATTTGTATCCAGTGTAAATAAACATCCTGATTTTGCA 4 53 



llllllllllllllllllllllllllllllllllllllllllllllllllllllllllll 
ACTACTGGCCAGTGGGATGTTACCACTGAAAGGGATGGTAAAAAAGAATCGGCTGTCTTT 513 

AspAlaValMetValCysSerGlyHisHisValTyrProAsnLeuProLysGluSerPhe 160 

IIIIIIIIIIIIIIIIIIIIIIMIIIIIIIIIIIMIIIIIIIIIIIIIIIIIIIIIII 

GATGCTGTAATGGTTTGTTCCGGACATCATGTGTATCCCAACCTACCAAAAGAGTCCTTT 573 



IIIIIIMIIIIIIIIIIIIIIMIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIII 
CCAGGACTAAACCACTTTAAAGGCAAATGCTTCCACAGCAGGGACTATAAAGAACCAGGT 633 

ValPheAsnGlyLysArgValLeuValValGlyLeuGlyAsnSerGlyCysAspIleAla 200 

IIIIIMIIIIIIIIIIIIIIIIIIIIIIIMIIMIIIIIIIIIIIIIIIIIIIIIIII 

GTATTCAATGGAAAGCGTGTCCTGGTGGTTGGCCTGGGGAATTCGGGCTGTGATATTGCC 693 
ThrGluLeuSerArgThrAlaGluGlnValMetlleSerSerArgSerGlySerTrpVal 220 

IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIMIIIIIIIIII 

ACAGAACTCAGCCGCACAGCAGAACAGGTCATGATCAGTTCCAGAAGTGGCTCCTGGGTG 753 
MetSerArgValTrpAspAsnGlyTyrProTrpAspMetLeuLeuValThrArgPheGly 24 0 

IIIMIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIII 

ATGAGCCGGGTCTGGGACAATGGTTATCCTTGGGACATGCTGCTCGTCACTCGATTCGGA 813 
ThrPheLeuLysAsnAsnLeuProThrAlalleSerAspTrpLeuTyrValLysGlnMet 260 

IIIIIIIIIIIIIIIIIIIIIMIIIMIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIII 

ACCTTCCTCAAGAACAATTTACCGACAGCCATCTCTGACTGGTTGTACGTGAAGCAGATG 873 
AsnAlaArgPheLysHisGluAsnTyrGlyLeuMetProLeviAsnGlyValLeuArgLys 2 80 

IIIIIIIIIIIMIIIIIIIIIIIIIIIIIIIIMIIIIIIIIIIIIIIIIIIIIIIIII 

AATGCAAGATTCAAGCATGAAAACTATGGCTTGATGCCTTTAAATGGAGTCCTGAGGAAA 933 



IIIIIIIMIIIIIMIIIIIIIIIMIIIIIIIIIIIIIIIIIIIIIIIIIIIMIIII 

GAGCCTGTATTTAACGATGAGCTCCCAGCAAGCATTCTGTGTGGCATTGTGTCCGTAAAG 993 

ProAsnValLysGluPheThrGluThrSerAlallePheGluAspGlyThrllePheGlu 320 

IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIMIIIIIIIIIIIIIIIIIIIII 
CCTAACGTGAAGGAATTCACAGAGACCTCGGCCATTTTTGAGGATGGGACCATATTTGAG 1053 

GlylleAspCysValllePheAlaThrGlyTyrSerPheAlaTyrProPheLeuAspGlu 34 0 

IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIMIII 

GGCATTGACTGTGTAATCTTTGCAACAGGGTATAGTTTTGCCTACCCCTTCCTTGATGAG 1113 
SerllelleLysSerArgAsnAsnGluIlelleLeuPheLysGlyValPheProProLeu 360 

iiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiii 

TCTATCATCAAAAGCAGAAACAATGAGATCATTTTATTTAAAGGAGTATTTCCTCCTCTA 1173 



llllllllllllllllllllllllllllllllllllllllllllllllllllllllllll 
CTTGAGAAGTCAACCATAGCAGTGATTGGCTTTGTCCAGTCCCTTGGGGCTGCCATTCCC 1233 



llillllllllllllllllllllillllllllllllllllllllllllllllllllll 



Db 


1234 


Qy 


401 


Db 


1294 


Qy 


421 


Db 


1354 


Qy 


441 


Db 


1414 


Qy 


461 


Db 


1474 


Qy 


481 


Db 


1534 


Qy 


501 


Db 


1594 


Qy 


521 


Db 


1654 



ACAGTTGACCTCCAGTCCCGCTGGGCAGCACAAGTAATAAAGGGAACTTGTACTTTGCCT 1293 

SerMetGluAspMetMet AsnAspI leAsnGluLysMetGluLy sLysArgLy sTrpPhe 4 20 

llllllllllllllllllllllllllllllllllllllllllllllllllllllllllll 
TCTATGGAAGACATGATGAATGATATTAATGAGAAAATGGAGAAAAAGCGCAAATGGTTT 1353 



IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIMIIIIII 

GGCAAAAGCGAGACCATACAGACAGATTACATTGTTTATATGGATGAACTCTCCTCCTTC 1413 
IleGlyAlaLysProAsnlleProTrpLeuPheLeuThrAspProLysLeuAlaMetGlu 460 

IIIIIIIIIIIIIMIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIMII 

ATTGGGGCAAAGCCCAACATCCCATGGCTGTTTCTCACAGATCCCAAATTGGCCATGGAA 14 73 



IIIIIIIIIIIIIIIIIIIIIIIIMIIIIIMIIIIIIIIIIIIIIIIIMIIIIIIII 

GTTTATTTTGGCCCTTGTAGTCCCTACCAGTTTAGGCTGGTGGGCCCAGGGCAGTGGCCA 1533 

GlyAlaArgAsnAlalleLeuThrGlnTrpAspArgSerLeuLysProMetGlnThrArg 500 

||||||||IIIMI|:::|IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIII 
GGAGCCAGAAATGCCATGCTGACCCAGTGGGACCGGTCGTTGAAACCCATGCAGACACGA 1593 



IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIMIIIIIIIII 
GTGGTCGGGAGACTTCAGAAGCCTTGCTTCTTTTTCCATTGGCTGAAGCTCTTTGCAATT 1653 

Pro I le LeuLeu I 1 eAl aVa 1 PheLeuVa 1 LeuThr 532 

IIIIIIIIIIIIIIIIIIIIIMIIIIIIIIIIIII 

CCTATTCTGTTAATCGCTGTTTTCCTTGTGTTGACC 1689 



